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□ >qi i 15706263 | ernb | CAC69989. 1 1 Iffii bromodomain containing 2 [Homo sapiens] 
Length = 801 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 60 

Y LHKWMKALWKHQ FAWP FRQPVDAVKLGLPDYHKI I KQ PMDMGT I KRRLENNY YWAASE 
Sbjct: 81 YLHKWMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 140 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVASMP 
Sbjct: 141 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 181 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWP FRQPVDAVKLGLPDYHKI I KQ PMDMGT I KRRLENNY YWAASE CMQDFNTMFTNCY I 7 4 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 427 

Query: 75 YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 428 YNPPDHDWAMARKLQDVFEFRYAKMP 454 



..J_ ISI bromodomain containing protein 2 [Homo sapiens] 
bromodomain containing 2 [Homo sapiens] 
bromodomain containing 2 [Homo sapiens] 
bromodomain containing 2 [Homo sapiens] 
bromodomain containing 2 [Homo sapiens] 

SI FSH [Homo sapiens] 

HI hypothetical protein [Homo sapiens] 
qi | 577293 j dbj | 3AA0764 1 . 1 j Hi KIAA9001 [Homo sapiens] 

qi 1 12230989 | sp | P25440 j BRD2_HUMAN Hi Bromodomain-containing protein 2 (RING3 protei 



□ > 


gi i 4826806 j ref INF 


005095. 


qii 


56207529 | 


ernb | CAI1 


8689.11 


qil 


56206429 1 


embjCAIl 


8548.11 


qi! 


55961972 i 


emblCAIl 


8110.11 


qi | 


55.961413 | 


emh\ CAI1 


7492.1 | 


aiJ 


2980663 |e 






qil 


52545950 | 


ernb | CAK5 


6171. 1| 



Length = 801 
Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 Y LHKWMKALWKHQ FAWP FRQPVDAVKLGLPDYHKI I KQ PMDMGT I KRRLENNY YWAASE 60 

Y LHKWMKALWKHQ FAW P FRQ PVDAVKLGL PD Y HK 1 1 KQ PMDMGT I KRR LENNY YWAAS E 
Sbjct : 81 Y LHKWMKALWKHQ FAWP FRQ PVDAVKLGL PDYHKI I KQ PMDMGT I KRRLENNY YWAASE 140 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCYI YNKPTDDI VLMAQTLEKI FLQKVASMP 
Sbjct: 141 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 181 
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Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAW P FRQ PVDAVKLGL PDYHK I I KQ PMDMGT I KRRLENNY YWAAS E CMQDFNTMFTNCYI 74 

+AWPF +PVDA LGL DYH IIK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 427 

Query: 75 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 42 8 YNPPDHDWAMARKLQDVFEFRYAKMP 454 



> aij_^^3^J_^ijcj_LA5_6619 female sterile homeotic (fsh) homolog RING3 - human 

cri 1 1327 69 | qb 1AAA68S9Q. 1 1 H2 putative 
Length = 754 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 60 

Y LHKWMKALWKHQ FAWPFRQPVDAVKLGLPDYHKI I KQ PMDMGT I KRRLENNY YWAAS E 
Sbjct: 34 YLHKVVMKALWKHQ FAW P FRQ PVDAVKLGLPDYHKI I KQ PMDMGT I KRRLENNY YWAAS E 93 

Query: 61 CMQDFNTMFTNCYI YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCYI YNKPTDDIVLMAQTLEKI FLQKVASMP 
Sbjct: 94 CMQDFNTMFTNCYI YNKPTDDIVLMAQTLEKI FLQKVASMP 134 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAW PFRQPVDAVKLGLPDYHK I I KQ PMDMGT I KRRLENNY YWAAS E CMQDFNTMFTNCYI 74 

+AWPF + PVDA LGL DYH IIK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 380 

Query: 7 5 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 381 YNPPDHDWAMARKLQDVFEFRYAKMP 407 



□ > gi 1 517705041 ref |XP 489783.11 EH similar to MMRING3.1.2 [Mus musculus] 

qi 1 3811391 1 qb [ AAC699G7 . 1 j EH RING3 [Mus musculus] 

qi 12995270 1 erab | CAA15819 . 1 ! MMRING3 .1.2 - [Mus musculus ] 

qi | 3041763 jdbj I3AA25416. 1 j ^ Ring3 [Mus musculus] 
Length = 798 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives - 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQ FAWPFRQPVDAVKLGLPDYHKI IKQPMDMGTIKRRLENNY YWAAS E 60 

YLHKVVMKALWKHQ FAWPFRQPVDAVKLGLPDYHKI IKQPMDMGTIKRRLENNYYWAASE 
Sbjct: 80 YLHKVVM?CALWKHQ FAWPFRQPVDAVKLGLPDYHKI IKQPMDMGTIKRRLENNYYWAASE 139 

Query: 61 CMQDFNTMFTNCYI YNKPTDDIVLMAQTLEKI FLQKVASMP 101 
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CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKI FLQKVASMP 
Sbjct: 140 CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVASMP 180 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWP FRQ PVDAVKLGL PDYHKI I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 426 

Query: 75 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 427 YNPPDHDWAMARKLQDVFEFRYAKMP 453 



£^ ^iki^Z^ilAi^il.^^^J.^L-S^^l^i^Ai. PREDICTED: similar to Bromodomain-containing prote 
protein) (027.1.1) [Canis familiaris] 
Length = 800 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 60 

YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 
Sbjct : 99 Y LHKWMKALWKHQ FAWP FRQ PVDAVKLGL PDYHKI I KQPMDMGT I KRRLENNYYWAASE 158 

Query: 61 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 
Sbjct: 159 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 199 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAW P FRQ PVDAVKLGL PDYHKI I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF + PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 365 YAWPFYKPVDASALGLHDYHDI IKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 424 

Query: 75 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 425 YNPPDHDWAMARKLQDVFEFRYAKMP 451 



^ >qi i 47059183 | ref 1 N?_997660 . 1 1 @ bromodomain-containing 2 [Rattus norvegicus] 

qi | 46237556 | emb 1 CAE83937 . 1 | HI bromodomain-containing 2 [Rattus norvegicus] 
Length = 798 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKWMKALWKHQFAWP FRQ PVDAVKLGL PDYHKI I KQPMDMGT I KRRLENNYYWAASE 60 

Y LHKWMKALWKHQ FAWP FRQ PVDAVKLGL PD Y HKI I KQ PMDMGT I KRR LENNY YWAAS E 
Sbjct: 80 Y LHKWMKALWKHQ FAW P FRQ PVDAVKLGL PD Y HKI I KQ PMDMGT I KRR LENNY YWAAS E 139 
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Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKI FLQKVASMP 
Sbjct: 140 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 180 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAW P FRQPVDAVKLGLPDYHK I I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 426 

Query: 75 YNKPT DDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 427 YNPPDHDWAMARKLQDVFE FRYAKMP 453 



^ >qi i 6753910 j ref I NP_034368 > 1 j HI bromodomain containing 2 [Mus musculus] 

qi | 3273701 ] qb j AAC24810 . 1 j HI female sterile homeotic-related protein Frg-1 [Mus mu 
Length = 798 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKWMKALWKHQ FAW PFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 60 

YLHKVVMKALWKHQ FAW PFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 
Sbjct : 8 0 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 139 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 
Sbjct: 140 CMQDFNTMFTNCYI YNKPTDDI VLMAQTLEKI FLQKVASMP 180 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAW PFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 426 

Query: 75 YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 427 YNPPDHDWAMARKLQDVFE FRYAKMP 453 



O > qi j 5595658 2 1 einb | CAI11405 . 1 j bromodomain-containing protein 2 [Canis familiaris] 
Length = 803 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQ FAWPFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 60 

YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 
Sbjct : 81 YLHKWMKALWKHQFAWPFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 140 
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Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVASMP 
Sbjct: 141 CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVASMP 181 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 F AW P FRQ P VDAVKLGL PD Y HK I I KQ PMDMGT I KRR LENNY YWAAS E CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH UK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 427 

Query: 75 YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 428 YNPPDHDWAMARKLQDVFE FRYAKMP 454 



O > qi ; 5 5 7 2 52 9 8 \ erab | CAH 89514. 1 ; hypothetical protein [Pongo pygmaeus] 



Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 Y LHKWMKALWKHQ FAW PFRQ PVDAVKLGL PDY HKI I KQ PMDMGT I KRR LENNY YWAAS E 60 

Y LHKWMKALWKHQ FAW PFRQ PVDAVKL GL PDYHKIIKQ PMDMGT I KRR LE NN Y YWAAS E 
Sbjct: 81 Y LHKWMKALWKHQ FAW P FRQ PVDAVKL GL PD Y HKI I KQ PMDMGT I KRR LE NN Y YWAAS E 140 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 
Sbjct: 141 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 181 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWP FRQ PVDAVKLGL PDYHKIIKQ PMDMGT I KRRLENNY YWAAS E CMQDFNTMFTNCY I 7 4 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN .Y A E D MF+NCY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDI I KHPMDLSTVKRKMENRDYRDAQE FAADVRLMFSNCYK 427 

Query: 75 YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 42'8 YNPPDHDWAMARKLQDVFE FRYAKMP 454 



> gi ! 5 2 5 4 5 92 3 | erab 1 CAK5 6 1 7 9 . 1 i hypothetical protein [Homo sapiens] 
Length = 754 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 Y LHKWMKALWKHQ FAW PFRQ PVDAVKLGL PDY HKI I KQ PMDMGT I KRRLENNY YWAAS E 60 

YLHPCWMKALWKHQ FAW PFRQ PVDAVKLGL PDY HKI I KQ PMDMGT I KRRLENNY YWAAS E 
Sbjct: 34 Y LHKWMKALWKHQ FAW PFRQ PVDAVKLGL PDY HKI I KQ PMDMGT I KRR LENNY YWAAS E 93 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 



Length 



= 546 
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CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVASMP 
Sbjct: 94 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 134 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWP FRQ PVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 380 

Query: 75 YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 381 YNPPDHDWAMARKLQDVFE FRYAKMP 407 



>3lil2 8 02.5^^ HI ring 3 [Mus musculus] 

Length = 503 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKWMKALWKHQ FAW P FRQ PVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 60 

Y LH KVVMKALWKHQ FAW P FRQ PVDAVKLGLPDYHK I I KQPMDMGT I KRRLENNYYWAASE 
Sbjct: 8 0 YLHKWMKALWKHQ FAWP FRQ PVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 139 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCYI YNKPTDDI VLMAQTLEKI FLQKVASMP 
Sbjct: 140 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 180 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWP FRQ PVDAVKLGLPDYHK I I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 426 

Query: 75 YNKPT DDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 427 YNPPDHDWAMARKLQDVFE FRYAKMP 453 



^ > /l?J..i?..LQ^ ^ kinase [ H omo sapiens] 

Length = 754 

Score = 217 bits (553) , Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKWMKALWKHQ FAWP FRQ PVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 60 

YLHKWMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 
Sbjct: 34 YLHKWMKALWKHQ FAWP FRQ PVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 93 

0 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 
CMQDFNTMFTNCYI YNKPTDDI VLMAQTLEKI FLQKVASMP 
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Sbjct: 94 CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVASMP 134 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWPFRQPVDAVKLGLPDYHK I I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH IIK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDI I KHPMDLSTVKRKMENRDYRDAQE FAADVRLMFSNCYK 380 

Query: 75 YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 381 YNPPDHDWAMARKLQDVFE FRYAKMP 407 



□ > qi I 299^269 | erab j CAA15618 . 1 1 HI MMRING3 .1.1 [Mus musculus] 
Length = 752 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLEWYYWAASE 60 

YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 
Sbjct: 34 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 93 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 
Sbjct: 94 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 134 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWP FRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF + PVDA LGL DYH IIK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDI I KHPMDLSTVKRKMENRDYRDAQE FAADVRLMFSNCYK 380 

Query: 75 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 381 YNPPDHDWAMARKLQDVFE FRYAKMP 407 



G > qi I 2780779 j db;i j BAA24379 . 1 i HI Ring3 [Mus musculus] 

^M^l^221i^iJ3B^^l^lL ^ Ring3 [Mus musculus] 
Length = 503 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 60 

YLHKWMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 
Sbjct: 34 YLHKVVMK7VLWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 93 

Query: 61 CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 101 
CMQDFNTMFTNCY I YNKPTDDI VLMAQTLEKI FLQKVASMP 
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Sbjct: 94 CMQDFNTMFTNCYIYNKPTDDIVLmQTLEKI FLQKVASMP 134 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASECMQDFNTMFTNCYI 74 

+AWPF + PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDI I KHPMDLSTVKRKMENRDYRDAQE FAADVRLMFSNCYK 380 

Query: 7 5 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 381 YNPPDHDWAMARKLQDVFE FRYAKMP 407 



□ > qi j 2780775 j db] j RAA24377 , 1 j 111 Ring3 [Mus musculus] 
Length = 549 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKI I KQPMDMGT IKRRLENNYYWAASE 60 

YLHKVWKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 
Sbjct: 80 YLHKVYMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 139 

Query: 61 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCYI YNKPTDDIVLMAQTLEKI FLQKVASMP 
Sbjct: 140 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 180 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWPFRQPVDAVKLGLPDYHK I I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH UK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDI I KHPMDLSTVKRKMENRDYRDAQE FAADVRLMFSNCYK 42 6 

Query: 75 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 427 YNPPDHDWAMARKLQDVFE FRYAKMP 453 



G > qi j 39645317 | qb j AAH63S40 . 1 j Kb BRD2 protein [Homo sapiens] 
Length = 836 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKWMKALWKHQ FAWPFRQPVDAVKLGLPDYHK 1 1 KQPMDMGT I KRRLENNYYWAASE 60 

YLHKVVMKALWKHQ FAWPFRQPVDAVKLGLPDYHK 1 1 KQPMDMGT I KRRLENNYYWAASE 
Sbjct: 81 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKI I KQPMDMGT I KRRLENNYYWAASE 140 

Query: 61 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 
Sbjct: 141 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 181 
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Score = 100 bits (248) , Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAW P FRQ PVDAVKLGL PD Y HK 1 1 KQ PMDMGT I KRR LENNY YWAAS E CMQD FNTMFTNC Y I 74 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 427 

Query: 75 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 428 YNPPDHDWAMARKLQDVFEFRYAKMP 454 



□ > qi j 1588281 jprf i 1220S296A RING3 protein 
Length = 509 

Score = 217 bits (553), Expect = 6e-56 

Identities = 101/101 (100%), Positives = 101/101 (100%) 

Query: 1 YLHKWMKALWKHQFAWP FRQ PVDAVKLGL PDYHK 1 1 KQ PMDMGT I KRRLENNYYWAASE 60 

YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 
Sbjct : 34 Y LH KVVMKALWKHQ FAW P FRQ P VDAVK L GL PDYHK I I KQ PMDMGT I KRRLENNYYWAASE 93 

Query: 61 CMQD FNTMFTNC Y I YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP ■ 
Sbjct: 94 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 134 



Score = 100 bits (248), Expect = le-20 
Identities = 46/87 (52%), Positives = 58/87 (66%) 

Query: 15 FAWP FRQ PVDAVKLGL PDYHK I I KQ PMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++EN Y A E D MF+NCY 
Sbjct: .2 03 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYK 2 62 



Query: 75 YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

YN P D+V MA+ L+ +F + A MP 
Sbjct: 2 63 YNPPDHDWAMARKLQDVFEFRYAKMP 289 



□ > qi j 1370092 I errio j CAA654 4 9 , 1 j kinase [Gallus gallus] 
Length = 729 

Score = 213 bits (542), Expect = le-54 

Identities = 98/101 (97%), Positives = 99/101 (98%) 

Query: 1 Y LH KVVMKALWKHQ FAWP FRQ PVDAVKLGL PDYHK I I KQ PMDMGT I KRRLENNYYWAASE 60 

YLHKVVMKALWKHQ FAWP FRQ PVDAVKLGL PDYHKI I KQ PMDMGT I KRR LENNY YW A+E 
Sbjct: 34 YLH KVVMKALWKHQ FAWP FRQ PVDAVKLGL PDYHK I I KQ PMDMGT I KRR LENNYYWGAAE 93 

Query: 61 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKI FLQKVA MP 
Sbjct: 94 CMQD FNTMFTNC Y I YNKPTDD I VLMAQTLEKIFLQKVAQMP 134 
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Score = 100 bits (250), Expect = 8e-21 
Identities = 47/87 (54%), Positives = 58/87 (66%) 

Query: 15 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASECMQDFNTMFTNCYI 74 

+AWPF +PVDA LGL DYH+IIK PMD+ TIKR++EN Y A E D MF+NCY 
Sbjct: 315 YAWPFYKPVDASALGLHDYHEIIKHPMDLSTIKRKMENRDYHDAQEFAADVRLMFSNCYK 374 

Query: 75 YNKPTDDIVLMAQTLEKIFLQKVASMP 101 

YN P D+V MA+ L+'+F A MP 
Sbjct: 375 YNPPDHDWAMARKLQDVFEFSYAKMP 401 



O > qi j 312 9967 j erab j CAA18965 . 1 j RING3 kinase [synthetic construct] 



qi|7512236|pir| [T2S145 RING3 kinase - chicken 
Length = 733 

Score = 213 bits (542), Expect = le-54 

Identities = 98/101 (97%), Positives = 99/101 (98%) 

Query: 1 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASE 60 

YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYW A+E 
Sbjct: 34 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWGAAE 93 

Query: 61 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKIFLQKVASMP 101 

CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVA MP 
Sbjct: 94 CMQDFNTMFTNCYIYNKPTDDIVLMAQTLEKIFLQKVAQMP 134 



Score = 100 bits (250), Expect = 8e-21 
Identities = 47/87 (54%), Positives = 58/87 (66%) 

Query: 15 FAW P FRQ P VDAVKLGL PD YHK I I KQPMDMGT I KRRLENNYYWAASE CMQDFNTMFTNCY I 74 

+AWPF + PVDA LGL DYH+IIK PMD+ TIKR++EN Y A E D MF+NCY 
Sbjct: 319 YAWPFYKPVDASALGLHDYHEIIKHPMDLSTIKRKMENRDYHDAQEFAADVRLMFSNCYK 378 

Query: 75 YNKPTDDIVLMAQTLEKIFLQKVASMP 101 

YN P D+V MA+ L+ +F A MP 
Sbjct: 379 YNPPDHDWAMARKLQDVFEFSYAKMP 405 



O > qi j 3 4 3 9 2 3 7 4 | dbi 1 BACS 2 511.1i Serine threonine Kinase [Coturnix japonica] 
Length = 735 

Score = 213 bits (542), Expect = le-54 

Identities = 98/101 (97%), Positives = 99/101 (98%) 

Query: 1 YLHKWMKALWKHQFAWPFRQPVDAVKLGLPDYHKI I KQPMDMGTI KRRLENNYYWAASE 60 

YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYW A+E 
Sbjct: 34 YLHKVVMKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWGAAE 93 

Query: 61 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKIFLQKVASMP 101 

CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKIFLQKVA MP 
Sbjct: 94 CMQDFNTMFTNCY I YNKPTDDIVLMAQTLEKIFLQKVAQMP 134 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



1/14/05 



